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Amendments to the Specification; 



Please replace paragraph [0057] with the following amended paragraph: 

[0057] Another example of a method of codon optimization is based on the direct use, 
without performing any extra statistical calculations, of codon optimization tables 
such as those provided on-line at the Codon Usage Database through the NIAS 
(National Institute of Agrobiological Sciences) DNA bank in Japan 
Ort^^/Zwww.kazusa.or.jp/codon/). The Codon Usage Database contains codon usage 
tables for a number of different species, with each codon usage table having been 
statistically determined based on the data present in Genbank. For example, the 
following table (located at ht^i//www.kazusa.or.jp/codon/cgi- 
bin/showcodon.cgi?species=Oryza+sativa+(japonica+cultivar-group)+[gbpln]) may 
be used for codon optimization of transgenes tfiat are to be expressed in japonica 
cultivar rice plants: 

Oryza sativa (japonica cultivar-group) [gbpln]: 32630 CDS's (12783238 codons) 
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Coding GC 55.04% 1st letter GC 58.27% 2nd letter GC 46.04% 3rd letter GC 60.81% 



Please replace paragraph [0061] with the following amended paragraph: 

[0061] The present invention encompasses sequences that are similar or substantially 
identical to a coding sequence or modified coding sequence of GM-CSF. By 
"substantially identical" is meant any nucleotide sequence with similarity to the 
genetic sequence of GM-CSF, or a fragment or a derivative thereof The term 
"substantially identical" can also be used to describe similarity of polypeptide 
sequences. For example, nucleotide sequences or polypeptide sequences that are 
greater than about 70%, preferably greater than about 80%, more preferably greater 
than about 70% identical to the GM-CSF coding sequence or the encoded 



USlDOCS5343247vl 



2 



Applicant(s): L ALTOSAAR et al. Docket No.: 109144.143 USl 

Application No.: 10/723,083 
Filed: November 26, 2003 

polypeptide, respectively, and still retain GM-CSF activity are contemplated. To 
determine whether a nucleic acid exhibits similarity with the sequences presented 
herein, oligonucleotide alignment algorithms may be used, for example, but not 
limited to a BLAST (GenBank URL: www.ncbi.nlm.nih.gov/cgi-bin/BLAST/, using 
default parameters: Program: blastn; Database: nr; Expect 10; filter: default; 
Alignment: pairwise; Query genetic Codes: Standard(l)), BLAST2 (EMBL URL: 
ht^r/Zwww.embl-heidelberg.de/Services/ index.html using default parameters: Matrix 
BLOSUM62; Filter: default, echofilter: on, Expect: 10, cutoff: default; Strand: both; 
Descriptions: 50, Aligimients: 50), or FASTA, search, using default parameters. 
Polypeptide aligimient algorithms are also available, for example, without limitation, 
BLAST 2 Sequences (www.ncbi.nlm.nih.gov/blast/bl2seq/bl2.html, using default 
parameters Program: blastp; Matrix: BLOSUM62; Open gap (1 1) and extension gap 
(1) penalties; gap x_dropoff: 50; Expect 10; Word size: 3; filter: default). 
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